Observed relationship between lineage age and species richness for families (A; R 2 = 0.016; P= 0.0227) and orders (B; R 2 = 0.144; P = 0.0017). Table S1 MEDUSA estimates for shifts in diversification finding support in at least one analysis across the distribution of bootstrap replicate trees. 
MEDUSA estimates for shifts in diversification finding support in at least one analysis across the distribution of bootstrap replicate trees. Table S2 MEDUSA estimates for shifts in diversification finding support in at least one analysis across the distribution of bootstrap replicate trees.
Fig. S1
Observed relationship between lineage age and species richness for families (A; R 2 = 0.016; P = 0.0227) and orders (B; R 2 = 0.144; P = 0.0017). Table S1 MEDUSA estimates for shifts in diversification finding support in at least one analysis across the distribution of bootstrap replicate trees. Where indicated, values are averaged across bootstrap-replicate trees. Columns are as follows -description: topological position of the shifted lineage, MRCA = most recent common ancestor, clade names (in italics) follow Cantino et al. (2007) and Soltis et al. (2011) , family and order names follow APGIII (The Angiosperm Phylogeny Group, 2009) ; support: fraction of trees in which shift received statistical support; MYA: mean estimate of age of shift (millions of years ago); r: maximum likelihood estimate of net diversification; ε: maximum likelihood estimate of relative extinction; Δ r : mean magnitude of change in net diversification relative to immediate ancestor (see Fig. 1a for further detail); Δ ε : mean magnitude of change in relative extinction relative to immediate ancestor relative to immediate ancestor (see Fig. 1a for further detail). Because diversification rate analyses were collapsed to the family level, relative extinction (ε and Δ ε ) cannot be calculated and is noted as NA (not applicable) for those clades. 
